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Entry name 087490 
Primary accession number 087490 



Secondary accession numbers 
Entered in TrEMBL in 
Sequence was last modified in 



None 

Release 08, November 1998 
Release 08, November 1998 



Annotations were last modified in [Release 24, June 2003 



Name and origin of the protein 



Protein name 
Synonym 
Gene name 

From 

Taxonomy 



References 



RIBOSYLATING transferase ARR-2 
ADP-RIBOSYLATING transferase 
ARR-2 or ARR2 

Pseudomonas aeruginosa [TaxIO: 287 1 
Escherichia coli [Taxlb: 562 1 

I Bacteria ; Proteobacteria : 
Gammaproteobacteria : Pseudomonadales ; 
Pseudomonadaceae; Pseudomonas. 
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[1] 



SEQUENCE FROM NUCLEIC ACID. 
SPECIES=P.aeruginosa; 
STRAIN=PATH2; 
Tribuddhorat C . Fennewald M.A. ; 



"Ceftazidime and rifampin resistance gene cassettes in an integron from 
Pseudomonas aeruginosa."; 

Submitted (JUL-1998) to the EMBL/GenBank/DDBJ databases. 
[2] SEQUENCE FROM NUCLEIC ACID. 
SPECIES=E.coli; 
TRANSPOSON=Tn2000; 
MEDLINE=99169757; 

Poire! L . Naas T. . 6uibert M. , Chaibi E.B. . Labia R. , Nordmann P.: 



"Molecular and biochemical characterization of VEB-1, a novel class A 
extended-spectrum beta- lactamase encoded by an Escherichia coli 
integron gene": 

Antimicrob. Agents Chemother. 43:573-581(1999) . 
[3] SEQUENCE FROM NUCLEIC ACID. 
SPECIES=E.coli; 
TRANSPOSON=Tn2000; 

MEDLINE=20566689; PubMed=11114922; [NCBI, ExPASy . EBI . Israel . 
Japan ] 

Naas T. . Mikami Y. . Imai T. . Poirel L . Nordmann P. : 
"Characterization of In53, a class 1 plasmid- and composite 
transposon-located integron of Escherichia coli which carries an unusual 
array of gene cassettes."; 
J. Bacteriol. 183:235-249(2001) . 



Comments 



None 



Cross-references 
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EMBL 



GO 

ProDom 

HOBACGEN 

ProtoMap 

PRESAGE 

Mod Base 

SMR 



AF078527; fEMBL / GenBank / DDBJ] 

AAC64366.1; -. rCobingSeauence l 

AF205943; rEMBL / SenBonk / DDBJ 1 

AAG45718.1; fCoDingSeouencel 

60:0046821 : Cellular component: extrachromosomal DNA 
(inferred from electronic annotation). 

GO : 001 6 740 ; Molecular function: transferase activity 
(inferred from electronic annotation). 

fDomain structure / List of sea, sharing at least 1 domain ! 

I" Family / Alignment / Tree ! 

087490. 



087490. 



087490. 



087490: 20A38A8F35BE792C. 



SWI5S-2DPAGE Get region on 2D PA6E . 
UniRef 



View cluster of proteins with at least 5 0% / 90% identity. 
Plasmid: Transferase. 



Keywords 



Features 



None 



Sequence information 


Length: 150 
AA 


Molecular weight: 
16940 Da 


CRC64: 20A38A8F35BE792C [This is a 
checksum on the sequence] 
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View entry in raw text format (no links) 
Request for annotation of this TrEMBL entry 



BLAST submission on 
ULAST ExPASy/SIB 

or at NCBI (USA) 




ScanProsite, MotifScan 




Sequence analysis tools: ProtParam , 
ProtScale , Compute pI/Mw . 
PeptideMass , PeptideCutter , Dotlet 
(Java) 

Search the SWISS-MODEL 
Repository 



ExPASy Home page 



Search ExPASy 



Contact us 



Swiss -Prot 



Bolivia 


Canada 


China 


Korea 


Switzerland 


Taiwan 















Hosted by 
NCSC US 



Mirror 
sites: 



Australia 
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Search 


Swi ss-P rot/TrE M B L ▼ 
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NiceProt 
View of 
TrEMBL: 
Q83ZU8 



Printer-friendly view 



Request update 



Quick BlastP sear 



[Entry info ] [Name and origin ] [References] [Comments] [Cross - references ] 

[Keywords ] [Features ] [Sequence] [Tools] 

Note: most headings are clickable, even if they don 't appear as links. They link to the user manual or 
other documents. 
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Hosted by 
NCSC US 


Mirror 
sites: 


Australia 
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China 


Korea 


Switzerland 


Taiwan 
















Search 


Swiss-Prot/TrEMBL ▼ 
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NiceProt 
View of 
TrEMBL: 
087490 



Printer-friendly view 



Request update 



Quick BlastP seal 



[Entry info ] [Name and origin ] [References ] [Comments ] [Cross - references] 

[Keywords ] [Features ] [Sequence ] [Tools] 

Note: most headings are clickable, even if they don 't appear as links. They link to the user manual or 
other documents. 
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| ill ExPASy Home page" 



Site M a p 



Search ExPASy 



Contact us 



Swiss-Prot | 



Hosted by YPRC Korea Mirror sites: Austr alia Bolivia Canada China Swi t zerland Taiwan 



USA 



Search Swiss-Prot/TrEMBL 



: y -1 for |botulinum c2 



NiceProt 
View of 
TrEMBL: 
069275 



[Entry in fbj [Name and origin] [Re feren ces] [Comments] [ Cross-ref erences] [Keywords] 

[Fe a tu r es] [Seq uenc e] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
Entry information 



Printer^ericlly view 



069275 
069275 

None 

Release 07, August 1998 
Release 07, August 1998 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in TrEMBL in 
Sequence was last modified in 
Annotations were last modified in Release 26, March 2004 
Name and origin of the protein 
Protein name C2 toxin 

Synonym Component I 

Gene name None 

From Clostridium botulinum [TaxID: 1491] 

Taxonomy Bacteria; Firmicut es; Clostridia : Clostr idiales; Clostridiacea e: 

Clostrid ium. 

References 

[ 1 ] SEQUENCE FROM NUCLEIC ACID. 
STRAIN-92-13; 

Hofinann F. . Barth H. . Aktories K, : 

"Clostridium botulinum DNA for C2 toxin (component-I), complete cds."; 

Submitted (MAR- 1998) to the EMBL/GenBank/DDBJ databases. 
Comments 
None 

Cross-references 



EMBL 
HSSP 

GO 

InterPro 



AJ224480; CAA1 1 969. 1 ; -.[ EMBL / GenBank / DDBJ] [ CoDin gSequencel 
046220 ; 1 GIQ. [ HSSP E N TRY / PDB ] 

GO : 0005 5 76 ; Cellular component: extracellular (inferred from electronic 
annotation). 

GO: 0009405 ; Biological process: pathogenesis (inferred from electronic annotation). 
IPR003540; BinaryJoxinA. 
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Gra phical view of domain st ructure . 
PF03496 ; BinaryJoxA; 1. 
Pfam graphical view o f dom ain structure . 
PRO 139 0: BINARYTOXINA. 

[ Domain structure / Lis t of seq. sharing at least 1 domain ] 
[Family / Al ignment / Tree ] 
069275 . 
069 275 . 
069275 . 

069275 : 9CB348771CE038A8. 
Get region on 2 D PAGE. 

View cluster of proteins with at least 50% / 90% identity. 



Pfam 

PRINTS 
ProDom 
HOBACGEN 
ProtoMap 
PRESAGE 
ModBase 
SMR 
SWISS- 
2DPAGE 
UniRef 
Keywords 
None 
Features 
None 

Sequence information 

Length: 431 Molecular weight: 49313 CRC64: 9CB348771CE038A8 [This is a checksum on the 
AA Da sequence] 
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View entry in original TrE MB L format 
V iew entry in raw tex t format (no links) 
Request for an n otation of this TrEMBL entry 



BLAST submission on 
BLAST Ex PASy/SIB 

or at NCBI (US A) 



ScanProsite, MotiflScan 




A m Sequence analysis tools: P r otPa ram. Prot Scale . 
JtJ Compu te pI/Mw, PeptideMass. P eptideCutter . 
Dotlet (Java) 



Search the SWISS-M O DEL Repository 
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ik ExPASv Home page | Site Map 


Search ExPASy Contact us 


Swiss-Prot 


i 




Hosted bv YPRC Korea 


Mirror sites: 


Australia 
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Taiwan 


USA 
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| ALExPASxHomejage SjteMap Search ExPASy 



Co ntact us 



Swiss- Prot 



Hosted by YPRC Korea||Mirror sites: Australia Bolivia Canada China Sw itzerland Taiwan USA 



Search Swiss-Prot/T rEMBL 



2j for botulinum c2 



is 



NiceProt 
View of 
TrEMBL: 
086171 



printer-friendly view 



[Entry info] [Name and origin J [References] [Comme nts ] [Cross-references] [Keywords] 

[Fea tures ] [ Seq uence] [ Tool s] 

Note: most headings are clickable, even if they don 't appear as links. They link to the user m anual or other documents . 
Entry information 



086171 
086171 

None 

Release 08, November 1998 
Release 08, November 1998 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in TrEMBL in 
Sequence was last modified in 
Annotations were last modified in Release 26, March 2004 
Name and origin of the protein 
Protein name 
Synonym 
Gene name 
From 

Taxonomy 



C2 toxin 
Component-II 

None 

Clostri dium botu lin um [TaxID: 1491 ] 

Bacteria; Firmicutes ; Clos tridia ; Clostridia ls: C lostridiaceae : 
Clostrid iu m . 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 
STRAIN=type C; 

MEDLINE=98323874; PubMed=9659689; [NCBL ExPASy , EBL Israel Japan] 
Kimura K. . Kubota T» O hishi I . Isogai H. . Isogai E. , Fujii N. : 
"The gene for component-II of botulinum C2 toxin.' 1 ; 
Vet. Microbiol. 62:27-34(1998). 
[2] SEQUENCE FROM NUCLEIC ACID. 
STRAIN=type C; 

MEDLINE-96 184657; PubMed=8645309; [ NCBL ExPAS y, EBL Israel Japan ] 

Fujii N,, KubotaT,, Shiraka^SL, Kimura K. . Ohishi L, Moriishi K. . Is ogai E. , Isogai H.; 

"Characterization of component-I gene of botulinum C2 toxin and PCR detection of its gene in 

clostridial species."; 

BiochmnJB^ 

Comments 
None 
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Cross-references 

EMBL D88982; BAA32537. 1 ; -.[EMBL / GenBank / DDBJ] [CoDingSequence] 

P13423 : 1 ACC. [HS SP ENTRY / PDB ] 

GO_i0005576; Cellular component: extracellular (inferred from electronic 
annotation). 

GO:00094Q5; Biological process: pathogenesis (inferred from electronic annotation). 
IPR003896; AnthraxJoxinB. 
Grap hical view of domain structure. 
PF03495 : BinaryJoxB; 1. 
Pfam graphical view of d omain structure . 
PRO 1391; BINARYTOXINB. 

[ Domain st r ucture / List of seq. s ha ring at least 1 domain ] 
[F amily / Alignment / Tree] 
086171. 
08 6171 . 
086 171. 

086171 : 44C8153AC749D5F2. 



HSSP 
GO 

InterPro 
Pfam 



PRINTS 
ProDom 
HOBACGEN 
ProtoMap 
PRESAGE 
ModBase 
SMR 
SWISS- 
2DPAGE 
UniRef 
Keywords 
None 
Features 
None 

Sequence information 

Length: 721 Molecular weight: 80515 CRC64: 44C8153AC749D5F2 [This is a checksum on the 
AA Da sequence] 

10 20 30 40 50 60 

I I I I I I 
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Get region on 2D P A GE . 

View cluster of proteins with at least 50% / 90% identity. 
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format 



View entry in original TrEMBL fo rmat 
View entry in raw text format (no links) 
R equest for annotation of this TrEMB L entry 



BLAST submission on 
BLAST ExPASy/SI B 

orat NCBIQJSA ) 



ScanProsite, Mo tifScan 




Sequence analysis tools: ProtParam , ProtScale . 
JtJ Comput e pI/Mw . PeptideMass . Pept id eCutter . 
Dotlet(Java) 



Search the SWISS-MODE L Repo sito ry 
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\ A.ExPASy Home page" 



Site M ap Search ExPASy 



Cont act us 



Swiss-Prot 



Hostedjby YPRC Korea||Mirror sites: || Australia Bolivia Canada China Switzerland Taiw an USA 



Search Swiss-Prot/TrEMBL 



for |diphtheria toxin 



mm 



NiceProt 
View of 
Swiss- 
Prot: 
P00588 



Submit update 



Quick BlastP skm^\ 



[Entr y info ] [ Name and o rigin] [ Referenc es] [Comments] [ Cross-referenc es] [ Ke ywords] 

[Features] [Se quence ] [ To ols] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
Entry information 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in Swiss-Prot in 
Sequence was last modified in 
Annotations were last modified in Release 44, June 2004 
Name and origin of the protein 
Protein name 
Synonyms 



DTXCORBE 
P00588 

None 

Release 01, July 1986 
Release 18, May 1991 



Diphtheria toxin [Precursor] 
DT 

NAD(+)--diphthamide ADP-ribosyltransferase 
EC 2.4.2.36 

Gene name None 

From Corynephag e beta [TaxID: 10703] 

Taxonomy Virus es; d sDN A viru se s, no RNA stage : Caudovirale s; 

Siphoviridae : Lambda-like viru ses. 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 

MEDLINE-84070728; PubMed=63 16330; [ NCBL ExPASy . EBI, Israel, Japan] 
GreenfieldL,, Bjorn M.J. . Horn G. . Fong D., Buck G.A., Colli er R.J. . Kaplan D.A. : 
"Nucleotide sequence of the structural gene for diphtheria toxin carried by corynebacteriophage 
beta."; 

Proc. Natl A cad. Sci. U.S.A . 8 0:6 853-685 7(1983) . 

[2] 

SEQUENCE OF 33 -2 25. 

MEDLINE=79194138; PubMed=221484; [ NCBL ExPASy. EBL Israel, Japan ] 
Delange R.J,., Wi lliams L.C Dra zin R.E .. Collier RJ.; 

"The amino acid sequence of fragment A, an enzymically active fragment of diphtheria toxin. III. 
The chymotryptic peptides, the peptides derived by cleavage at tryptophan residues, and the 
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complete sequence of the protein."; 
J. Biol. Chem. 254:5838-5842(1979). 

[3] ACTIVE SITE TRP-185. 

MEDLINE=77 134904; PubMed=849463; [NCBI, ExPASy. EBI. Israel. Japan] 
Michel A. . Dirkx J. : 

"Occurrence of tryptophan in the enzymically active site of diphtheria toxin fragment A."; 
Biochim. Biophys. Acta 491:286-295(1977). 
[4] ACTIVE SITE TYR-97. 

MEDLINE=91 1 15874; PubMed= 1990001; [ NCBI . ExPASy. EBI, Israel, J apan ] 
Papini E., Santucci A., Schiavo G., Domenighini M .. Neri P., Ra ppuoli R., Montecucco C : 
"Tyrosine 65 is photolabeled by 8-azidoadenine and 8-azidoadenosine at the NAD binding site of 
diphtheria toxin."; 

J. Biol. Chem. 266:2494-2498(1991) . 
[5] X-RAY CRYSTALLOGRAPHY (2.5 ANGSTROMS). 

MEDLINE=92269934; PubMed= 1589020; [ NCBI . ExPASy . EBI . Israel. Japan] 

Choe S., Bennett M.J., Fujii G., Curmi P.M.G., Kan tardjieff K.A. . Collier R. J. . Ei senber g P.: 

"The crystal structure of diphtheria toxin."; 

Nature 357:216-222(1992). 

[6] X-RAY CRYSTALLOGRAPHY (2.3 ANGSTROMS). 

MEDLINE=96 155972; PubMed=8573568; [ NCBI . ExPASy . EBI . Israel . Japan ] 
Bell C.E. . Eisenbe r g P. : 

"Crystal structure of diphtheria toxin bound to nicotinamide adenine dinucleotide."; 
Biochemistry 35:1137-1149(1996). 
[7] X-RAY CRYSTALLOGRAPHY (2.3 ANGSTROMS). 

MEPLINE=97 164901 ; PubMed=90 12663; [NCBI, ExPASy, EBI, Israel . Japan ] 
Bell C.E. . Eisenberg P.: 

"Crystal structure of nucleotide- free diphtheria toxin."; 
Biochemistry 36:481-488(1997). 

[8] X-RAY CRYSTALLOGRAPHY (2.65 ANGSTROMS) OF COMPLEX WITH RECEPTOR. 
MEPLINE=98324089; PubMed=9659904; [ NCBI . ExPASy . EBI . Israel . Japan] 
Louie G.V. . Yang W. . Bowman M.E. . Choe S. : 

"Crystal structure of the complex of diphtheria toxin with an extracellular fragment of its receptor."; 
Mol. Cell 1:67-78(1997). 

Comments 

• FUNCTION: Piphtheria toxin, produced by a phage infecting corynebacterium diphtheriae, is a 
proenzyme that, after activation, catalyzes the covalent attachment of the ADP ribose moiety of 
NAP to elongation factor 2. Fragment A is responsible for enzymatic APP-ribosylation of 
elongation factor 2, while fragment B is responsible for binding of toxin to cell receptors and 
entry of fragment A. 

• CATALYTIC ACTIVITY. NAP + + peptide diphthamide = nicotinamide + peptide N-(APP-P- 
ribosyl)diphthamide. 

• SUBUNIT. Homodimer. 



This Swiss-Prot entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and 
the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as 
long as its content is in no way modified and this statement is not removed. Usage by and for commercial entities requires a 
license agreement (See http://ww w.isb-sib.ch /a nnou nce/ or send an email to licens e@isb-sib .ch) 
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PDB 



InterPro 

Pfam 

PRINTS 

ProDom 

BLOCKS 

ProtoNet 

ProtoMap 

PRESAGE 

DIP 

ModBase 
SMR 



K01722; AAA32182.1; ALT INIT. [ EMBL / GenBank / DDBJ] [CoDingSequence] 

1DDT; 31-JUL-94. [ ExPASy / RCSB / EBI] 

1MDT; 3 1 -JUL-94. [ExPASy / RCSB / EBI] 

1DTP; 01-NOV-94. [ ExPASy / RCSB / EBI] 

1TOX; 10-JUN-96. [ExPASy / RCSB / EBI] 

1 SGK; 23-DEC-96. [ExPASy / RCSB / EBI] 

1XDT; 25-FEB-98. [ExPASy / RCSB / EBI] 

1F0L; 22-MAY-02. [ExPASy / RCSB / EBI] 

Detail ed list of linked structures . 

IPR00051 2; Diphtheriajox. 

Graphical view of do main structure. 

PF02763; Diphtheria C; 1. 

PFQ1324 : Diphtheria_R; 1. 
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